Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.005 Å; R factor = 0.049; wR factor = 0.117; data-to-parameter ratio = 14.4.
Data collection
Bruker SMART CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.945, T max = 0.951 25609 measured reflections 6680 independent reflections 4051 reflections with I > 2(I) R int = 0.064 Refinement R[F 2 > 2(F 2 )] = 0.049 wR(F 2 ) = 0.117 S = 1.00 6680 reflections 463 parameters 4 restraints H atoms treated by a mixture of independent and constrained refinement Á max = 0.31 e Å À3 Á min = À0.27 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). 
Figure 1
The molecular structure of the title compound, showing displacement ellipsoids drawn at the 30% probability level.
Intramolecular hydrogen bonds are indicated by dashed lines.
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Figure 2
The molecular packing of the title compound, viewed along the a axis. Hydrogen bonds are indicated by dashed lines. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
1-{2-[(4-Chlorobenzylidene)amino]phenyl}-3-phenylthiourea

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Cl1 0.63112 (12) 0.39717 (5 
